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Supplementary	  Figure	  Legend	  

Figure	  S1.	  Table	  of	  studied	  genes.	  Accession	  numbers,	  genomic	  location,	  strand,	  and	  other	  

known	  aliases	  are	  given.	  	  

Figure	  S2.	  Table	  of	  primers	  used	  in	  this	  study.	  

Figure	  S3.	  (A-C)	  One-‐to-‐one	  conserved	  synteny	  relationships	  between	  the	  Ciona	  Dnm	  gene	  and	  

each	  human	  DNM	  gene.	  Gene	  names	  in	  green	  indicate	  	  the	  presence	  of	  paralogs	  that	  occur	  on	  

paralogous	  chromosome	  segments	  containing	  all	  three	  paralogous	  human	  DYNAMIN	  loci;	  gene	  

names	  in	  blue	  indicate	  paralogs	  on	  paralogous	  chromosomes	  containing	  the	  human	  DNM1	  and	  

DNM2	  loci;	  and	  gene	  names	  in	  red	  represent	  paralogs	  on	  chromosomes	  containing	  the	  human	  

DNM1	  and	  DNM3	  loci.	  (D-F)	  One-‐to-‐one	  conserved	  paralogy	  relationships	  between	  the	  three	  

human	  DNM	  loci.	  The	  DNM1	  genomic	  neighborhood	  shares	  just	  90	  and	  171	  paralogs	  with	  

DNM2	  and	  DNM3	  loci	  respectively,	  whereas	  the	  DNM2	  and	  DNM3	  genomic	  neighborhoods	  

share	  200	  paralogs.	  

Figure	  S4.	  Stockholm	  alignments	  of	  pre-miR199	  and	  pre-miR214	  transcripts	  in	  vertebrates.	  

Figure	  S5.	  Various	  Fasta	  alignments	  of	  pri-miR199	  and	  pri-miR214	  sequences	  in	  vertebrates.	  

Figure	  S6.	  Lists	  of	  skeleton-‐related	  mRNAs	  that	  are	  predicted	  to	  be	  targeted	  by	  miR199	  or	  

miR214	  in	  human,	  mouse,	  and	  zebrafish.	  In	  the	  case	  that	  there	  are	  co-‐orthologous	  transcripts	  in	  

zebrafish,	  the	  targeted	  transcript(s)	  is	  indicated	  in	  brackets.	  

Figure	  S7.	  Wikipedia	  articles	  for	  miR199	  and	  miR214	  modified	  with	  new	  information	  on	  

August	  20,	  2013.	  

http://en.wikipedia.org/wiki/Mir-‐199_microRNA_precursor	  

http://en.wikipedia.org/wiki/MiR-‐214	  
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